Supplementary Results
Supplementary Fig. 2 . Sequences of ArgR-, Lrp-, and TrpR-binding regions.
Using the MEME suite tool 35 , the sequences of ArgR-, Lrp-, and TrpR-binding regions were used to generate the PSPM (position specific probability matrix) and to rescan the entire genome with the FIMO program. We then analyzed only those sites, which were located in the ArgR-, Lrp-, and TrpR-binding regions and fell below a stringent cut-off (P-value less than 10 -4 ). This revealed a total of 124, 187, and 24 conserved sequences spread across 63, 141, and 8 binding regions, respectively ( Supplementary Fig. 1a -c, and Supplementary Table 3 -5). Our data was consistent with the fact that a single ArgR-arginine complex hexamer binds to two partially conserved 18 bp-long imperfect palindromes (ARG boxes) separated by 2-3 bps, which overlapped with the core promoter elements, i.e., the Pribnow box and the transcription start site (TSS) 20 . In case of TrpR, the optimal half-site sequence for recognition by one TrpR dimer has been well documented and can be paired to form a palindrome structure around the core promoter elements 7 . In the case of Lrp, we previously identified a 15-bp conserved sequence structured with flanking CAG/CTG triplets and a central AT-rich signal that together are reminiscent of DNA sequence characteristics important for nucleosome positioning and stability 3 . 
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